By selecting for prostrate growth habit of the juvenile phase of the cycle, durum wheat cultivars could be developed with improved competitive ability against weeds, and better soil coverage to reduce the soil water lost by evaporation. A panel of 184 durum wheat (Triticum turgidum subsp. durum) genotypes, previously genotyped with DArT-seq markers, was used to perform association mapping analysis of prostrate/erect growth habit trait and to identify candidate genes. Phenotypic data of plant growth habit were recorded during three consecutive growing seasons (2014-2016), two different growth conditions (field trial and greenhouse) and two sowing periods (autumn and spring). Genome-wide association study revealed significant marker-trait associations, twelve of which were specific for a single environment/year, 4 consistent in two environments, and two MTAs for the LSmeans were identified across all environments, on chromosomes 2B and 5A. The co-localization of some MTAs identified in this study with known vernalization and photoperiod genes demonstrated that the sensitivity to vernalization and photoperiod response are actually not only key components of spring/winter growth habit, but they play also an important role in defining the magnitude of the tiller angle during the tillering stage. Many zinc-finger transcription factors, such as C2H2 or CCCH-domain zinc finger proteins, known to be involved in plant growth habit and in leaf angle regulation were found as among the most likely candidate genes. The highest numbers of candidate genes putatively related to the trait were found on chromosomes 3A, 4B, 5A and 6A. Moreover, a bioinformatic approach has been considered to search for functional ortholog genes in wheat by using the sequence of rice and barley tiller angle-related genes. The information generated could be used to improve the understanding of the mechanisms that regulate the prostrate/erect growth habit in wheat and the adaptive potential of durum wheat under resource-limited environmental conditions.
the prostrate growth habit could be explained by the pleiotropic effect of sdw1/denso gene on tiller angle [23] .
The prostrate/erect growth type, as flowering, is known to be highly influenced by environmental conditions such as temperature and day-length [24] . This also means that adaptation genes such as Vrn and Ppd could influence the expression of juvenile growth habit trait either because in linkage, or because exert a pleiotropic effect on this trait [25] . Also freezing tolerance coupled to winter growth habit was found to be associated with prostrate growth type in wheat; a gene controlling prostrate growth was found to be closely linked with Fr1-Vrn1 locus on chromosome 5A in the pioneering study of Roberts [26] about the genetic control of such traits. However, prostrate growth type can also be found in cultivars with low vernalization requirements but high photoperiod response, indicating since the early studies that sensitivity to vernalization and photoperiod are the two major components associated to tiller angle from vertical during the juvenile growth stage in wheat [27] .
In the light of these considerations, it is therefore useful to dissect the genetic and molecular bases underlying the plant juvenile growth habit in terms of tiller angle, possibly in relation to major adaptation loci, being this trait very important in determining plant architecture and influencing yield component traits. The rapid advances in genotyping technologies enabled genotyping-by-sequencing (GBS) also in durum wheat, generating a density of genome-wide markers. The GBS platform of DArT-seq (Diversity Array Technology DArT, Canberra, Australia) allows for the selection of genome fractions that predominantly correspond to active genes. Association mapping (AM), also known as linkage disequilibrium (LD) mapping, is a powerful and promising tool for gene detection in crop plants [28] . Different traits have been genetically dissected in tetraploid wheat by means of this approach, such as root traits [29] [30] [31] [32] [33] , resistance against stem rust, leaf rust and stripe rust [21, [34] [35] [36] , resistance to Fusarium Head Bligth (FHB) [37] , various agronomic traits, biomass and yield components [38] [39] [40] , and yellow pigment content [41] .
With the longer-term aim of selecting genotypes with a desirable plant architecture to be used in durum wheat breeding, the aim of this study was to perform association mapping for prostrate/erect growth habit trait in a panel of 170 diverse winter and 14 spring durum wheat genotypes, previously genotyped with DArT-seq markers [42] , and to identify candidate genes based on available sequences of markers located at the MTAs, in order to provide valuable information for better understanding the genetic mechanism of the tiller angle trait in wheat. Moreover, a bioinformatic approach has been pursued, to search for functional homologous genes in wheat by using the sequence of genes previously identified in other cereal species and found to be associated with tiller angle, namely PROG1, TAC1, LAZY1 and SD1 in rice.
Results

Phenotypic Variation for the Trait
The statistical parameters of the plant growth habit for each environment are shown in Tables 1  and 2 . Phenotypic means ranged from 3.46 in FF14 (the first letter of the abbreviation of each experiment is for the sites, the second is for the kind of experiment and the number is for the cropping season, see Section 4.2 for a complete explanation. FF14 is for Foggia in the field in 2014) to 6.90 in HF14 (Hohenheim in the field 2014), with a grand mean of 5.06. All distributions were slightly platykurtic, except for PF13 (Probstdorf in the field 2013) and genotypic means (expressed as G LS means) that showed a relatively low kurtosys (−1.78 and −1.50, respectively). Broad sense heritability was very high and ranged from 0.79 in PF13 to 0.99 in FG15 (Foggia in the Greenhouse in 2015), indicating a tight genetic control (Table 1 ). Genotypes and Genotypes × Environment (G × E) were significant at p ≤ 0.001, making possible analyses for single environment ( Table 2 ). Best linear unbiased predictions (BLUPs) were then used to confirm results of marker-trait associations. Skewness of the habit distribution in all environments, G mean, and G × E distributions were scarcely left-skewed, except for the environment HF14, which was moderately left-skewed ( Figure 1) . Mean values across locations, LSmeans (both across locations and by genotype × environment) and, correlations (r) coefficients calculated for determining the relations for the average values of the various environments, are given in Supplemental Table S1 . 
Population Structure and Association Mapping
The population structure determined on the 184 durum wheat genotypes by means of the 30,611 DArT-seq markers by STRUCTURE and DAPC approaches (Supplemental Figures S1 and S2), both evidenced the presence of four genetic groups named G1, G2, G3 and G4, in addition to the admixed group. It clearly showed that each group was different from others and that group G3 contains almost all spring genotypes, mixed with winter types (Supplemental Figure S1 ).
A high correlation between results from the two methods was found when considering the attribution of the different genotypes to each group (χ 2 = 386.001, p < 0.0001).
Genome-wide association analysis of the prostrate/erect growth habit at the tillering stage evidenced different MTAs for the LSmeans across all environments ( Figure 2 ), as for the mean values of each single environment ( Figure 3 ). The results of the genome scans for the tiller angle/juvenile growth habit trait were summarized in Table 3, Figures 2 When LSmeans from all the environments were investigated, only two MTAs were detected, one on chromosome 2B (D1202558), and the second hit was among the unmapped markers (D2277949), explaining 16% and 21% of phenotypic variance, respectively (Table 3, Figure 2 ).
Considering the single environments, a total of 27 MTAs was detected for prostrate/erect habit on all chromosomes, except for chromosome 1A, 1B and 5B. Some markers were found to be associated to the trait when evaluated in more than one site/year, and/or when considering the LSmean values. In particular, D1202558 marker on chromosome 2B was in common to FF14, FF15 (two different years and sowing periods) and LSmeans values, and D1665929 on 4A was found in FF14 and FG15, both characterized by a spring sowing time. The detected QTLs were represented by single markers and only the regions identified on chromosomes 5A (for HF14 and FG15), 2B (for FF14, FF15, PF13 and LSmeans), and 4B (for HF14 and FG15) were found associated to a set of closely linked markers (Table 3) . Nevertheless, each QTL-tagging marker was co-mapping with many other DArTseq and DArT markers, according to the consensus wheat map version 4.0 available on Triticarte Figure 1. Probability density function (PDF) of the growth habit in the environments under study. TOT for total distribution by means of genotypic means across sites (G LSmeans, i.e., least squared means of a given genotype across environments) and genotypic values in all environments (G × E) mean value of each genotype in each environment). Open points indicate the mean of each distribution.
Genome-wide association analysis of the prostrate/erect growth habit at the tillering stage evidenced different MTAs for the LSmeans across all environments ( Figure 2 ), as for the mean values of each single environment ( Figure 3 ). The results of the genome scans for the tiller angle/juvenile growth habit trait were summarized in Table 3 When LSmeans from all the environments were investigated, only two MTAs were detected, one on chromosome 2B (D1202558), and the second hit was among the unmapped markers (D2277949), explaining 16% and 21% of phenotypic variance, respectively (Table 3, Figure 2 ).
Considering the single environments, a total of 27 MTAs was detected for prostrate/erect habit on all chromosomes, except for chromosome 1A, 1B and 5B. Some markers were found to be associated to the trait when evaluated in more than one site/year, and/or when considering the LSmean values. In particular, D1202558 marker on chromosome 2B was in common to FF14, FF15 (two different years and sowing periods) and LSmeans values, and D1665929 on 4A was found in FF14 and FG15, both characterized by a spring sowing time. The detected QTLs were represented by single markers and only the regions identified on chromosomes 5A (for HF14 and FG15), 2B (for FF14, FF15, PF13 and LSmeans), and 4B (for HF14 and FG15) were found associated to a set of closely linked markers (Table 3 ). Nevertheless, each QTL-tagging marker was co-mapping with many other DArT-seq and DArT markers, according to the consensus wheat map version 4.0 available on Triticarte website (https://www.diversityarrays.com/technology-and-resources/genetic-maps/). In particular, single MTAs were detected in single environments on chromosomes 2A (FF16), 2B (HF14), 3A (PF13), 6A (FF14), 6B (HF14), and 7B (PF13). Moreover, two distinct regions from different environments were identified on chromosomes 2B, 3B, 4A, 4B and 7A. Finally, a group of nine markers for which no map information was available, showed association to the growth habit, all identified in a specific environment.
The unmapped MTAs were conditionally located on the genome by means of LD between the unmapped and mapped DArT-seq markers positioned on the wheat consensus map. The LD was previously assessed [42] using 30, 475 DArT-seq markers mapped on the wheat consensus map available on Triticarte website, using PLINK 1.07 (http://pngu.mgh.harvard.edu/purcell/plink/; [43] ). Taking into account the LD decay estimated by Sieber et al. [42] a threshold around 2-5 cM within chromosome, was considered. On the basis of these results, we can putatively locate the MTAs D4004513 and D1744736, both significant in HF14, on the chromosome 6B in complete LD (r 2 = 1) with S2258653 (41.5 cM) located in the same region where the MTA D2289020 has been identified (36.8 cM). The marker D3946194 was in LD with a group of markers such as D3024894, also positioned on 6B but in a different region (65 cM) with respect to the MTA D2289020. Other unmapped MTAs can be putatively located in regions already targeted in this work, such as D2277949 which is in LD with D2276320 (mapped on 5A at 167.7 cM), and D3935715 and D3533805 both in LD with the MTA D2295851 (mapped on 7A at 32.3 cM). Finally, the marker S984195 was in LD with S1065494 (mapped on 7B at 95.8 cM) which is very far from the other MTA here identified on the same chromosome (D1112046 at 184.4 cM). Therefore, two new regions (D3946194 and S984195 putatively located at 65 and 95.8 cM on chromosome 6B and 7B, respectively) can be suggested as likely associated to the prostrate/erect growth habit, whereas any genetic position has been assumed for the two remaining unmapped MTAs (D3944539 and S1218298).
Interestingly, when we searched for any association between the MTAs identified in this work and known genes from literature (i.e., Vrn, Ppd and Rht), we found two DArT-seq (D1202558 and D1031337) that mapped on chromosomes 2B (at 62.3 cM) and 7A (at 91.8 cM) respectively, in the same region where Ppd-B1 (based on marker wPt-7695 at 62.39 cM) and Vrn-A3 (wPt-9314 at 89.52 cM) were located, according to common markers reported by Maccaferri et al. [44] and Le Gouis et al. [45] . The MTAs identified by the markers D1395268 and D1720107 on 4B (at 133.6 and 138.3 cM, respectively) could correspond to the gene Vrn-B2, that was mapped close to wPt-5265 (at 148.34 cM) as reported by Le Gouis et al. [45] . Comparing the position of this DArT marker with that of common markers (wPt-3608, IWA5358 and Xbarc193) reported in other maps [44, 46] , the region could be the same of or very close to Vrn-B2. Moreover, the second region on 4BS associated to plant growth habit was verified for correspondence to the dwarfing gene Rht-B1. As reported by He et al. [47] , Rht-B1 mapped very close to the DArT-seq D3064743, that was at 50 cM far from the MTA D1110414 here identified on 4BS according to the wheat consensus map on Triticarte website. Finally, the region identified on chromosome 5A by multiple associations corresponded to the gene Vrn-A1, mapped on a durum wheat linkage map constructed by using the same DArT-seq array used to genotype our collection [8] .
Considering that several MTAs for growth habit mapped on chromosome 5A near to the vernalization gene, as also the unmapped MTA D2277949, significant in all environments, putatively locate on chromosome 5A at 167.7 cM (based on the LD with D2276320), we gained an insight into this region to better understand its role in the expression of both frost tolerance and growth habit. Results from GWAS using mixed linear model (MLM) showed a main association peak for frost tolerance trait in a range between 106.91 and 114.89 with the top single-nucleotide polymorphism (SNP) (D1111190, p = 5.34 × 10 −13 ) located at 111.66 cM ( Figure 4A ). The association peak for tiller angle was located between 164.32 and 168.65 cM with its top SNP (D2276320, p = 8.68 × 10 −10 ) at 167.75 cM ( Figure 4B ). A second smaller peak that did not reach the significance (p = 7.54 × 10 −6 ) was visible on the left with a top SNP at 111.66 cM. We then decided to use the top SNP for frost tolerance as a cofactor in a second MLM association analysis for growth habit recorded at Hohenheim (HF14). The results show that the main peak for growth habit is still present at 167.75 cM with a strong reduction of the smaller peak at 111.66 cM ( Figure 4C ). This suggested that two different regions were likely implicated in the expression of these two traits and that the MTA D1111190 correspond to the locus Fr-A2 on chromosome 5A as previously reported by Sieber et al. [42] . of the smaller peak at 111.66 cM ( Figure 4C ). This suggested that two different regions were likely implicated in the expression of these two traits and that the MTA D1111190 correspond to the locus Fr-A2 on chromosome 5A as previously reported by Sieber et al. [42] . 
Candidate genes
The Confidence Intervals (CIs) including MTAs, calculated according to the LD decay (5 cM), were from 1.2 to 6 cM based on the availability of marker sequences in those regions. Tables 4 and 5 , respectively, reported the physical intervals retrieved from the genome assemblies of the T. dicoccoides accession Zavitan and of the durum wheat cv Svevo corresponding to the genetic ones, the number of the annotated genes within these intervals, together with the number of related-growth habit genes, as previously described in literature. The physical intervals are very similar in both genomes in terms of size, except for chromosomes 3A, 3B, 4B, 5A and 6B, whereas the number of annotated genes in the intervals varied, particularly from 35 on 7A and 7B to 140 on 5A on the Zavitan genome, and from 33 on 4B to 461 on 4A on the durum wheat genome. Generally, a higher number of genes have been found in the Svevo genome, except for the region on 4B (132.4-138 cM) for which the reverse was true. Many zinc-finger transcription factors were found on each chromosome region considered in both genomes, such as C2H2 or CCCH-domain zinc finger proteins, known to be involved in plant growth habit and in leaf angle regulation, but also ethylene-responsive transcription factors, gibberellin-regulated family proteins, MADS-box factors and genes affecting plant growth regulators (Tables 4 and 5 ; Supplemental Table S2 ). The higher numbers of trait-related genes, considering both genomes, were found on chromosomes 2A, 2B, 3B, 4A, 4B, 5A, 6A and 6B. All annotations were fully described in Supplementary Table S2 , also including disease resistance proteins, factors affecting cold acclimation, kinases, transport receptors, sugar transporters, different kinds of transcription factors and genes encoding signal transduction pathway proteins. 
The Confidence Intervals (CIs) including MTAs, calculated according to the LD decay (5 cM), were from 1.2 to 6 cM based on the availability of marker sequences in those regions. Tables 4 and 5 , respectively, reported the physical intervals retrieved from the genome assemblies of the T. dicoccoides accession Zavitan and of the durum wheat cv Svevo corresponding to the genetic ones, the number of the annotated genes within these intervals, together with the number of related-growth habit genes, as previously described in literature. The physical intervals are very similar in both genomes in terms of size, except for chromosomes 3A, 3B, 4B, 5A and 6B, whereas the number of annotated genes in the intervals varied, particularly from 35 on 7A and 7B to 140 on 5A on the Zavitan genome, and from 33 on 4B to 461 on 4A on the durum wheat genome. Generally, a higher number of genes have been found in the Svevo genome, except for the region on 4B (132.4-138 cM) for which the reverse was true. Many zinc-finger transcription factors were found on each chromosome region considered in both genomes, such as C2H2 or CCCH-domain zinc finger proteins, known to be involved in plant growth habit and in leaf angle regulation, but also ethylene-responsive transcription factors, gibberellin-regulated family proteins, MADS-box factors and genes affecting plant growth regulators (Tables 4 and 5 ; Supplemental Table S2 ). The higher numbers of trait-related genes, considering both genomes, were found on chromosomes 2A, 2B, 3B, 4A, 4B, 5A, 6A and 6B. All annotations were fully described in Supplementary Table S2 , also including disease resistance proteins, factors affecting cold acclimation, kinases, transport receptors, sugar transporters, different kinds of transcription factors and genes encoding signal transduction pathway proteins. Results of BLAST search against the 'Zavitan' and 'Svevo' transcripts by using the rice protein sequences of PROG1, TAC1, LAZY1 and SD1 are summarized in Supplemental Table S3 . Significant hits on chromosomes 4B, 5A, 5B and 7A of the T. dicoccoides genome were found to correspond to the PROG1 gene, whereas the chromosomes 3A, 3B, 4B, 5A and 5B have been identified on the Svevo genome, in all cases with a putative function of a zinc finger protein. Only two matches have been found by blasting the LAZY1 gene sequence, in particular on chromosomes 6A and 6B in both genomes, being that on 6B of the durum wheat genome annotated as LAZY1 protein. A similar result has been obtained for the TAC1 gene, for which two transcripts have been identified in wheat on homoeologous chromosomes 5A and 5B with different annotations in the two reference genomes: a vacuolar sorting factor has been identified in the Zavitan genome whereas a NAD-dependent protein deacetylase HST1-like has been annotated in the Svevo assembly. On the contrary, different matches on all chromosomes of the A and B genomes have been obtained by using the rice SD1 gene sequence. In all cases a putative function of 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase and gibberellin 20 oxidase 2 have been found, with some exceptions in both genomes as reported in Supplemental Table S3 .
The correspondence between the physical positions of the orthologous candidates, and those of the MTAs identified in this study was then investigated. As regards the LAZY1 gene, the transcripts TRIDC6AG060360 and TRITD6Av1G224570, respectively identified in the Zavitan and Svevo genomes, were found to be located in the same CI of the MTA D1076422 (chromosome 6A). Interestingly, a gene annotated as LAZY1 protein was found to correspond to TRITD6Av1G224570 in the durum wheat genome. Looking at the tBLASTn results by using the SD1 gene sequence as query, the transcript TRIDC2AG072900 from the wild accession Zavitan was found in common with those identified in the CI of the MTA S1133336 mapped on chromosome 2A, and a second region was found to correspond to this gene on 4BS where the MTA D1110414 is located, based on transcripts TRIDC4BG000680, TRIDC4BG000760 and TRIDC4BG001380. In both cases, the putative function of 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase was found. Correspondences from the durum wheat genome were instead based on TRITD2Av1G277680, TRITD7Av1G012460, TRITD7Av1G012600 and TRITD7Av1G013480, located in the same CIs of the MTAs identified on chromosome 2 and 7 of the A genome. For the B genome, a match on 4BS (TRITD4Bv1G001050), corresponding to the SD1 gene have been retrieved in the same CIs where the MTA D1110414 for growth habit was located. Finally, regarding TAC1 a clear correspondence was not found on both genomes, whereas the PROG1 gene produced a match on 4B of the durum wheat genome around 650 Mb (Table 3 ; Supplemental Tables S1  and S2 ). This region could correspond to the MTA identified on the same chromosome in this work, even if a very short CI has been obtained for it, as many markers resulted unmapped according the wheat consensus map available on the Triticarte website, and it was not possible to project them on the genomes. Thus, in some cases, when a match was obtained on the same chromosome, we cannot a priori exclude a correspondence between the genes annotated in the CIs of the MTAs identified in this work and the rice candidate genes.
Discussion
The deceleration in the relative rate of increase in yields coupled with ongoing climate change and the increase in global population represents a serious challenge for wheat breeders. It is therefore necessary to explore new gene/alleles for altering plant architecture of wheat, among other traits, to break the productivity barrier and counteract the effect of climate changes in terms of scarcity of resources. During tillering stage, prostrate growth habit with a wide tiller angle, could improve the competitive ability of the main crop against weeds and reduce the percentage of water lost by soil evaporation due to better coverage, thus improving the water use efficiency [48] .
In the present study we reported the genetic dissection of the prostrate/erect growth habit in a panel of 184 durum wheat genotypes, including 170 winter and 14 spring types. These genetic materials were phenotyped in different environmental conditions for average temperatures, and day-length, due to latitude and sowing dates, to identify the association between some genetic markers and the expression of tiller angle. However, the expression of the trait varied by G × E although at lesser extended than G. High heritability values have been observed for this trait thus contributing to the success for the QTL detection. A normal distribution for this trait and a high broad-sense heritability (80%) was also reported in chickpea [49] . Indeed, a marker-trait association analysis has been carried out and a large number of MTAs have been identified, although few common in all environments. No common MTAs were found between the autumn sowing field trials conducted at Foggia (FF15 and FF16) and Hohenheim (HF14), probably due to the large difference in the average temperature values of the two locations and, consequently a different exposure to cold conditions that conditioned significantly the expression of prostrate growth habit [50] .
As expected, the 14 genotypes identified a priori as spring types showed plant growth habits ranging from 1 (erect) to 5 (intermediate) with a mean value lower than winter durum wheat genotypes, suggesting a higher frequency of the prostrate growth habit in winter types. However, the population structure analysis divided 184 genotypes into four groups (G1, G2, G3, and G4) and spring types were clustered into group G3, showing no clear separation of winter and spring types, probably due to the low number of spring genotypes considered in the present study and/or the lack of exchange of diversity between spring and winter types in durum wheat, as previously suggested by Sieber et al. [42] .
The phenotypic differences between the 4-group means were statistically significant, even excluding the spring types, suggesting that different classes for plant growth habit are not clear-cut, as there was a complete series of types from prostrate to erect depending upon temperature, length of day, and date of sowing.
Until today few studies have been conducted on bread wheat for this character and they were also difficult to compare with the present results. For example, Li et al. [20] centered to the Gli-A2 gliadin locus and associated to a QTL affecting prostrate growth trait. No common markers were available between the consensus wheat map and that reported by those authors, thus we cannot compare exactly the map position of the QTL. Nevertheless, the Gli-A2 locus is known to be located on the short arm of 6A whereas we report the MTA D1076422 on the long arm of chromosome 6A (188.7 cM). Therefore, it seems located in a different region. In addition, QTLs for tiller angle have been reported, as associated to sharp eyespot resistance in wheat [51] . Out of them, one was localized on 4AL but no common markers have been found to verify the coincidence of the regions.
More recently, Giraldo et al. [22] evaluated a collection comprising genotypes belonging to three tetraploid wheat subspecies (durum, turgidum and dicoccum) for different agronomic traits, including the juvenile growth habit. Three classes have been reported (prostrate, intermediate and erect) and two DArT markers, wPt-6509 and wPt-1151, located on chromosome 3A and 3B, respectively, have been found to be associated to the trait. The map position of these two markers has been compared with that reported for the MTAs identified on the same chromosomes, based on the wheat consensus map available on Triticarte website. The marker wPt-6509 was absent on the wheat consensus map, therefore we used for comparison very close markers (wPt-8203 and wPt-8876), as reported by Jing et al. [52] . These markers were located at around 260 cM on the chromosome 3A of the consensus map in a different region where the MTA D1271842 (2.7 cM) here identified, was mapped. The same was for the marker wPt-1151 located at 292.9 cM on the 3BL of the consensus map, in a different region with respect to the MTAs identified on the same chromosome. Finally, three regions (3B, 4AL and 6BS) have been reported in bread wheat by Liu et al. [21] but no marker information was available in order to confirm our results.
The association mapping results herein obtained were compared with previous studies in which the map location of known vernalization and photoperiod genes were reported. The location of MTAs on chromosome 2B in the proximity of Ppd-B1 gene and on chromosomes 4B, 5A and 7A that harbor vernalization genes (Vrn-B2, Vrn-A1, Vrn-A3, respectively), demonstrated that the sensitivity to vernalization and photoperiod response are actually not only a key components of spring/winter growth habit, but they could also play an important role in the expression of the prostrate/erect trait. However, we also found MTAs for prostrate/erect growth habit in different chromosome regions as 4A, 4B, 6A and 6B delaying sowing, under long day conditions and without satisfying the vernalization requirement of the plants.
Interestingly, the same MTAs associated to the trait in different growing seasons and environmental growth conditions have been identified, such as the MTA D1202558 located on chromosome 2B that has been identified in FF14 in spring sowing and in FF15 experiment, in autumn sowing. A second example was represented by the QTL region identified on chromosome 5A, which explained the phenotype in different growing seasons (FF14, spring sowing, no vernalization, and HF14, autumn sowing) and in environments with very different climatic conditions (HF14, and FF14, contrastingly cold and warm, respectively), thus suggesting either divergent functions for the VRN-A1 gene, vernalization-dependent for flowering, and vernalization-independent for tiller angle, or the presence of tightly linked different causal genes.
The prostrate growth habit was best expressed in environments where the average temperature was lower, probably because under these conditions the vernalization requirement of genetic materials was better satisfied and the prostrate plants are less exposed to winter frosts, as shown in Hohenheim (HF14 r = −0.61 p ≤ 0.001) ( Supplemental Table S1 ). Voss-Fels et al (2018) demonstrated that VRN-A1 and VRN-H1 modulated root architecture in wheat and barley. In particular, the presence of the winter alleles consistently reduced root angle at all growth stages under greenhouse and field conditions. Therefore, photoperiod and vernalization genes could also directly contribute to the juvenile growth habit. However, based on these results, also in case of pleiotropy, they would not be the only genes involved in determining this phenotype. Similarly, a barley genome-wide association mapping study aimed to identify loci determining juvenile growth habit has resulted in significant associations with SNPs close to these determinant genes, but not the genes themselves, thus supporting tight linkage more than pleiotropy [53] .
From a positional approach, candidate genes have been proposed for most of the markers included in the confidence intervals of the MTAs, many of which selected for their putative function in plant growth and development, and similar role in other species. Many zinc finger proteins, in particular C2H2-and CCCH-zinc finger proteins, have been identified, confirming the role of these family of transcription factors in determining the prostrate/erect growth habit, as reported in rice [15] . In addition, four candidate genes, such as major intrinsic protein, ankyrin repeat domain containing protein, ABC transporter, sucrose non-fermenting protein and B3 transcription factor, exhibiting a strong association with plant growth habit in our study were also validated in chickpea [49] . The gene encoding a ATP-binding cassette (ABC) transporter has been reported as involved in synchronizing plant growth with environmental and developmental changes [54] . The B3 transcription factor family is known to be involved in growth and development, in addition to flowering and vernalization responses in crop plants [55] . Indeed, we found these putative functions related to MTAs, in the same confidence intervals where also other putative candidates were positioned, such as C2H2 zinc finger proteins, and genes affecting growth regulators have been identified. Finally, the gene encoding the ankyrin repeat domain-containing protein, known to have a role in plant morphogenesis and architecture by modulating meristematic activity of shoot apical meristem [56] , has been found to be associated to MTAs for the tiller angle. Genes involved in metabolism, and disease resistance proteins have been also identified in our study, confirming results from a mass spectrometry study carried out in barley in which many proteins involved in metabolism and disease/defense-related processes have been reported as influencing the juvenile growth habit [57] .
In the search for orthologs, we also confirmed that the rice genes PROG1, LAZY1, TAC1 and SD1 (in turn ortholog of the barley semi-dwarf sdw1/denso gene), known to be regulators of tiller angle, are good candidates for this trait also in durum wheat. In fact, all these genes known to be regulators of the tiller angle in rice and/or in barley fall into the functional categories of the positional candidate genes identified in the present study. PROG1 encodes a C2H2 zinc-finger protein [15] , LAZY1 plays a negative role in polar auxin transport [14, 58] , and the SD1 gene with the ortholog of the sdw1/denso in barley encodes a gibberellic acid (GA)-20 oxidase enzyme [59, 60] , which is involved in gibberellin biosynthesis.
To the best of our knowledge, this work represents the first attempt to dissect the genetic basis of tiller angle in durum wheat by means of a genome-wide association mapping approach and could provide relevant details to select new durum wheat varieties with a plant architecture useful for improving yield under future resource-limited, agronomic and climate change scenarios. The high-quality reference sequence of the modern durum wheat cultivar Svevo [61] will also contribute to give more insight in the elucidation of the mechanisms controlling the juvenile growth habit by further studies of the candidate genes. In this new context, TILLING (Targeting Induced Local Lesions in Genomes) could represent a promising approach for gene validation studies, and for exploring the phenotypic role of the candidate genes identified in this study to identify new haplotypes controlling prostrate/erect growth habit and develop allele-specific markers for marker-assisted selection. 
Materials and Methods
Plant Material
The panel of 184 durum wheat genotypes used in this study was characterized by different geographical origins, breeding history and year of release. This panel was obtained from the State Plant Breeding Institute, University of Hohenheim, Stuttgart, Germany. Among these genotypes 170 were winter durum wheat, and the remaining 14 were spring types. The collection has been previously genotyped with DArT-seq markers, being polymorphic for 30,611 markers, as described by Sieber et al. [42] . The wheat consensus map available on the Triticarte website was considered to retrieve the genetic position of these markers.
Field and Greenhouse Trials and Phenotyping
The winter durum wheat panel was planted in three experimental field station: (i) at Foggia, southern Italy (41°27′44.9″ N 15°30′03.9″ E), during three consecutive growing seasons (2014-2016), different growth conditions (field trial and greenhouse) and two sowing periods (autumn and spring). These experimental conditions were designed as FF14 (field trial with spring sowing on 3 April 2014 in small plots not replicated), FF15 (field trial carried out during 2014-2015 with autumn sowing on 15 December 2014 in plots with three replications), FG15 (Greenhouse experiment with winter sowing on 7 March, 2015 in small plots with two replications) and FF16 (field trial carried out during 2015-2016 with autumn sowing on 7 December 2015 in plots with three replications); (ii) at 
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The winter durum wheat panel was planted in three experimental field station: (i) at Foggia, southern Italy (41 • 27 44.9 N 15 • 30 03.9 E), during three consecutive growing seasons (2014-2016), different growth conditions (field trial and greenhouse) and two sowing periods (autumn and spring). The juvenile growth habit trait was estimated by measuring the tiller angle between the last developed tillers and the ground level with a protractor at the maximum tillering stage (GS25 to GS29 according to Zadoks et al. [62] ) by following UPOV [63] guidelines: 1, erect; 3, semi-erect; 5, intermediate; 7, semi-prostrate; 9, prostrate. Figure 5 showed the extreme phenotypes (erect and prostrate, respectively) of two genotypes as an example. In order to avoid confusion with seasonal growth habit (winter, facultative and spring type), in this paper growth habit was referred exclusively to the aptitude of the leaves and tillers to form an angle of different amplitude respect to an imaginary middle axis at tillering stage. Frost tolerance data, visually scored on a scale from 1 (no damage) to 9 (no plant survived) from the field trial conducted at Hohenheim, were used to investigate the relationships between with juvenile growth habit loci and the Vrn locus on chromosome 5A. FF14 and FG15) were designed to evaluate the expression of juvenile growth habit trait excluding any natural vernalization. The juvenile growth habit trait was estimated by measuring the tiller angle between the last developed tillers and the ground level with a protractor at the maximum tillering stage (GS25 to GS29 according to Zadoks et al. [62] ) by following UPOV [63] guidelines: 1, erect; 3, semi-erect; 5, intermediate; 7, semi-prostrate; 9, prostrate. Figure 5 showed the extreme phenotypes (erect and prostrate, respectively) of two genotypes as an example. In order to avoid confusion with seasonal growth habit (winter, facultative and spring type), in this paper growth habit was referred exclusively to the aptitude of the leaves and tillers to form an angle of different amplitude respect to an imaginary middle axis at tillering stage. Frost tolerance data, visually scored on a scale from 1 (no damage) to 9 (no plant survived) from the field trial conducted at Hohenheim, were used to investigate the relationships between with juvenile growth habit loci and the Vrn locus on chromosome 5A. 
Statistical Analyses
Descriptive statistics were computed. The probability density function (PDF) of the habit by environment (i.e., location × year), mean of genotypes across sites and genotype within sites were built. Phenotypic data were analyzed using MIXED Model Equation (MME, SAS/STAT 9.2, SAS Institute Inc., Cary, NC, USA) with Residual Maximum Likelihood (REML) estimation method and growing degree days (Tb = 0 °C) as a covariate. No data transformation was performed since MME can handle non-normal data and correct for heteroscedasticity [64] . Best Linear Unbiased Estimation (BLUE) and Best Linear Unbiased Predictions (BLUPs) were computed to take into account the genotype by environment interactions (GxE), according to the recommendation by Piepho et al. [65] . Broad sense heritability (h 2 ) was computed by solving both the MME and the General Linear Model (GLM) according to [66] . Pearson's correlations for evaluated traits among different environments were statistically analyzed at the 0.05 probability level.
Population Structure and GWA Analyses
The population structure was investigated using the model-based clustering method as implemented in Structure 2.3.4 [67] and the Discriminant Analysis of Principal Components (DAPC) analysis implemented in the Adegenet package for the R software (3.5.3, Version: Great Truth) [68] . We used an admixture model within the first method using the options 'correlated allele frequencies among populations' and 'infer the degree of admixture by the data'. For each K (number of 
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Population Structure and GWA Analyses
The population structure was investigated using the model-based clustering method as implemented in Structure 2.3.4 [67] and the Discriminant Analysis of Principal Components (DAPC) analysis implemented in the Adegenet package for the R software (3.5.3, Version: Great Truth) [68] .
We used an admixture model within the first method using the options 'correlated allele frequencies among populations' and 'infer the degree of admixture by the data'. For each K (number of hypothetical populations), 20 runs (burn-in length, 100,000; iterations, 100,000) were carried out, and the most likely number of K was determined using the method from Evanno et al. [69] as implemented in the online program STRUCTURE Harvester [70] . Both single-locus and multi-locus GWA analyses were performed on the 184 durum wheat genotypes using 30,475 DArT-seq markers. The prostrate/erect growth habit at the tillering stage was analysed for each single environment, as also the LSmeans obtained from across all environments. Specifically, the general linear model (GLM) and the mixed linear model (MLM) were used as implemented in GAPIT (http://zzlab.net/GAPIT; [71] [72] [73] ). Then, the modified multi-locus mixed model called Fixed and random model Circulating Probability Unification (FarmCPU) (http://zzlab.net/FarmCPU; [74] ) was also used for association analysis. The multi-locus methods are often used when a complex trait is under study to disentangle the role of many loci showing significant effects in the expression of a phenotype [75, 76] . A multi-locus approach aims at enhancing the false-discovery rate and the QTL detection power by incorporating one or several markers as cofactors in a stepwise MLM, thus removing the confounding effect between testing markers and kinship [74] . Results from the different methods were compared using Quantile-Quantile (Q-Q) plots and those from FarmCPU were chosen for further discussion. The outputs obtained from GWAS by single-locus MLM were additionally presented relatively to Hohenheim, where in addition to plant growth habit, frost tolerance data were also available. Standard Bonferroni correction (p ≤ 0.05) were chosen to evaluate the threshold for significant associations (p = 1.64E-06) and relevant MTAs were identified accordingly. Figures for GWAS results were drawn using the "A Memory-efficient, Visualization-enhanced, and Parallel-accelerated Tool for Genome-Wide Association Study" (MVP) package (https://github.com/XiaoleiLiuBio/rMVP).
Identification of Candidate Genes
The sequence of the significant markers identified by association mapping, as well as markers included in their CI, calculated according to the LD decay estimated by Sieber et al. [42] on the same winter durum wheat population and using the same SNP markers, were used to find positional candidate genes. The left and the right markers of the interval, together with the tagging markers when possible were based on sequence availability, and some internal markers were projected to the genome assemblies of the T. dicoccoides accession Zavitan, and of the durum wheat cultivar Svevo by a BLASTn search against their gene sets (threshold E-10) [61, 77] , in order to identify, by imposing functional hypotheses, candidate genes for prostrate/erect growth habit trait. All genes comprised in the LD decay intervals were retrieved with their functional annotations in the corresponding wild emmer and durum wheat genome intervals for further discussion.
Search for Orthologous of the Rice Genes PROG1, TAC1, LAZY1, SD1 in Wheat
The sequence of the PROG1 gene isolated in rice was retrieved by Tan et al. [15] whereas TAC1 (LOC_Os09g35980) and LAZY1 (LOC_Os11g29840) sequences were searched on the rice genome database available at http://rice.plantbiology.msu.edu/ website. A barley GA 20-oxidase gene (Hv20ox2) had been proposed as a candidate for sdw1/denso, likely ortholog to rice sd1/Os20ox2 gene [23, 59, 60] . For this reason, also SD1 (LOC_Os01g0883800) sequence was searched on the rice genome database. The rice protein sequences were used for a tBLASTn search against the genomes of the wild emmer wheat accession Zavitan and of the durum cultivar Svevo (threshold E-10). The physical map position of the best sequence hits was then compared to that of the MTAs identified in their LD decay intervals, to investigate the correspondence.
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